The mitochondrial genome of the Vespa bicolor Fabricius (Hymenoptera: Vespidae: Vespinae).
Here, we report the first representative mitochondrial genome of the subfamily Vespinae (Hymenopterea: Vespidae) from the Vespa bicolor Fabricius (GenBank accession No. KJ735511). Nearly complete mitochondrial genome was sequenced with a length of 16,937 bp, including 13 protein-coding genes, 2 rRNA and 20 tRNA genes, as well as a portion of A+T-rich region. Two tRNA genes, i.e. trnI and trnY, were failed to sequence, which were presumed to be located within a region between A+T-rich region and trnM-trnQ-nad2. In the V. bicolor mitochondrial genome, at least three tRNA genes were rearranged. trnY was rearranged to the unsequenced region between A+T-rich region and trnM-trnQ-nad2. trnL1 was rearranged from a location between nad1 and rrnL to the upstream of nad1 gene. trnS1 and trnE were shuffled in the tRNA cluster of trnA-trnR-trnN-trnS1-trnE-trnF. Our study showed that the mitochondrial genomes between Vespinae and Polistinae shared more arrangement pattern than that between Vespinae and Eumeninae.